
Figure S2.  Average precision of our ensemble applied to 388 biological 
processes. 

 
We applied the same ensemble of computational methods to 387 additional 

biological processes in the same manner that we generated candidate 
predictions for mitochondrial biogenesis.  This figure shows the cross-validated 
average precision of this ensemble for all of these processes.  The red arrow 
indicates the mitochondrial biogenesis process.  The full prediction lists for 
these processes is available in Table S9. 

 

 
 
 


